Long non-coding RNA GAS5 regulates apoptosis in prostate cancer cell lines  by Pickard, M.R. et al.
Biochimica et Biophysica Acta 1832 (2013) 1613–1623
Contents lists available at SciVerse ScienceDirect
Biochimica et Biophysica Acta
j ourna l homepage: www.e lsev ie r .com/ locate /bbad isLong non-coding RNA GAS5 regulates apoptosis in prostate cancer
cell linesM.R. Pickard ⁎, M. Mourtada-Maarabouni, G.T. Williams ⁎⁎
Apoptosis Research Group, Institute of Science and Technology in Medicine, School of Life Sciences, Keele University, Huxley Building, Keele ST5 5BG, United KingdomAbbreviations: GRE, glucocorticoid receptor respons
neck squamous cell carcinoma; lncRNA, long ncRN
NSCLC, non-small-cell lung cancer; 5′-TOP, 5′-terminal
⁎ Corresponding author. Tel.: +44 1782 733671.
⁎⁎ Corresponding author. Tel.: +44 1782 733032.
E-mail addresses: m.r.pickard@keele.ac.uk (M.R. Pick
(G.T. Williams).
0925-4439/$ – see front matter © 2013 Elsevier B.V. All
http://dx.doi.org/10.1016/j.bbadis.2013.05.005a b s t r a c ta r t i c l e i n f oArticle history:
Received 13 February 2013
Received in revised form 1 May 2013
Accepted 6 May 2013
Available online 12 May 2013
Keywords:
lncRNA
GAS5
Prostate
Cancer
Apoptosis
Drug resistanceWhile the role of small non-coding RNAs, such as miRNAs, in apoptosis control is well established, long
non-coding RNAs (lncRNAs) have received less attention. Growth Arrest-Speciﬁc 5 (GAS5) encodes multiple
snoRNAs within its introns, while exonic sequences produce lncRNA which can act as a riborepressor of the
glucocorticoid and related receptors. GAS5 negatively regulates the survival of lymphoid and breast cells, and
is aberrantly expressed in several cancers. Although cellular GAS5 levels decline as prostate cancer cells acquire
castration-resistance, the inﬂuence of GAS5 on prostate cell survival has not been determined. To address this
question, prostate cell lines were transfected with GAS5-encoding plasmids or GAS5 siRNAs, and cell survival
was assessed. Basal apoptosis increased, and cell survival decreased, after transfection of 22Rv1 cells with plas-
mids encoding GAS5 transcripts, including mature GAS5 lncRNA. Similar effects were observed in PC-3 cells.
In stable clones of 22Rv1, cell death correlated strongly with cellular GAS5 levels. Induction of 22Rv1 cell
death by UV-C irradiation and chemotherapeutic drugs was augmented in cells transiently transfected
with GAS5 constructs, and attenuated following down-regulation of GAS5 expression. Again, in these ex-
periments, cell death was strongly correlated with cellular GAS5 levels. Thus, GAS5 promotes the apoptosis
of prostate cells, and exonic sequence, i.e.GAS5 lncRNA, is sufﬁcient tomediate this activity. Abnormally low
levels of GAS5 expression may therefore reduce the effectiveness of chemotherapeutic agents. Although several
lncRNAs have recently been shown to control cell survival, this is the ﬁrst report of a death-promoting lncRNA in
prostate cells.
© 2013 Elsevier B.V. All rights reserved.1. Introduction
Although a large portion of the human genome is transcribed,
protein coding genes account for b2% of genomic sequence [1,2]. Conse-
quently, the human transcriptome comprises largely of non-coding
RNAs (ncRNAs) and there is currently much interest in the roles of
such transcripts both in basic biology and in major pathologies such as
cancer [1–5]. The ncRNAs can be broadly divided into short ncRNAs
(typically up to 200 nucleotides in length) and long ncRNAs (lncRNAs;
from 200 nucleotides up to ca. 100 kb) [1,3]. The former subclass
includes tRNAs, certain rRNAs, snRNAs and snoRNAs, many of which
have house-keeping roles in protein synthesis, as well as miRNAs,
which are important regulators of gene expression [1,3,4,6]. Several
miRNAs [7–9] and,more recently, snoRNAs [5,10] have been implicated
both in cancer and in the control of apoptosis in mammalian cells. The
lncRNAs include well characterized ribosomal RNAs, and manye element; HNSCC, head and
A; ncRNA, non-coding RNA;
oligopyrimidine tract
ard), g.t.williams@keele.ac.uk
rights reserved.mRNA-like transcripts such as long intergenic ncRNAs, transcribed
ultraconserved regions and transcribed pseudogenes, as well as anti-
sense and intronic transcripts [1,3,11]. The vast majority of lncRNAs
remain to be functionally annotated, and even those characterized so
far have diverse cellular roles, including: structural scaffolds (e.g. in
nuclear substructures); chromatin modiﬁcation; and regulation of gene
expression at both the transcriptional and post-transcriptional levels
[1,3,11]. Most recently, several pieces of evidence have emerged linking
lncRNAs with cancer [3,11–13].
The lncRNA and snoRNA host gene, growth arrest-speciﬁc 5 (GAS5),
encoded at prostate cancer-associated locus 1q25 (e.g. [14]), is of par-
ticular interest in this regard. This gene was originally identiﬁed via
subtractive cDNA cloning of genes which are preferentially expressed
in growth-arrested cells [15]. GAS5 comprises 12 exons and encodes
ten box C/D snoRNAs within its introns [16]; three of these snoRNAs,
U44, U74 and U78, may also give rise to miRNAs [17]. Two mature
GAS5 lncRNAs have been identiﬁed in humans due to the presence
of alternative 5′-splice donor sites in exon 7 [16], and a multitude of
other ESTs have been identiﬁed, many of which contain retained
introns. The open reading frame encoded within GAS5 exons is short
and thought not to encode a functional protein. This, together with
the presence of a conserved 5′-terminal oligopyrimidine tract
(5′-TOP), explains why GAS5 ncRNA accumulates upon growth arrest
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12-derived sequence has been shown to structurally mimic the gluco-
corticoid receptor response element (GRE) and has been demonstrated
to act as a riborepressor of the glucocorticoid receptor [18]. Importantly
in the prostate context, these workers also showed that GAS5 mRNA
sequesters the androgen/androgen receptor complex and prevents
its binding to target DNA sequences [18]. Since GAS5 is ubiquitously
expressed on growth arrest, this inhibition of the androgen receptor
pathway is likely to play an important role in modulating the effects
of androgen on prostate cells.
Several lines of evidence implicate GAS5 ncRNA in other cancers. For
example, GAS5 and/or its snoRNAs have been shown to be aberrantly
expressed in breast cancer, head and neck squamous cell carcinoma
(HNSCC) and glioblastoma multiforme, where tumor expression is
reduced [19–21], and non-small-cell lung cancer (NSCLC), where
over-expression of the snoRNAs U44, U76 and U78 occurs [22]. For
breast cancer and HNSCC, lowGAS5 expression is an adverse prognostic
factor for survival [21]. Theseﬁndings are consistentwith the identiﬁca-
tion of GAS5 as a key regulator of lymphoid cell survival in a functional
cloning screen [23], and the subsequent demonstration that it regulates
cell proliferation/survival in human epithelial cell lines [18,20]. GAS5 is
induced in response to certain apoptotic stimuli [24,25] and, in the case
of the mTOR inhibitor rapamycin, it mediates the anti-proliferative/
pro-apoptotic effects of this drug on human T-cells [26,27]. Further-
more, forced variation of GAS5 gene expression can modulate cellular
responses to various apoptotic stimuli, including a range of chemother-
apeutic drugs [18,20], suggesting a mechanism linking dysregulated
GAS5 expression in cancer with patient prognosis.
We previously reported that GAS5 gene expression was reduced
in prostate cell lines derived from metastases (LNCaP and PC-3)
when compared with those derived from normal prostate or primary
prostate cancer (PNT2C2, P4E6 and 22Rv1) [20]. More recently,
down-regulation of GAS5 expression has been reported to be associ-
ated with the progression of LNCaP cells to castration-resistant prostate
cancer in an in vivo model [28]. Despite these ﬁndings, the inﬂuence
of GAS5 on prostate cell survival is currently unknown. Therefore, the
initial aim of this study was to investigate if GAS5 regulates apoptosis/
survival of prostate cancer cells, both under basal conditions and after
challenge with a range of cell death stimuli, including chemotherapeu-
tic agents. In view of the complex nature of the GAS5 gene, i.e., as both a
snoRNA host gene and lncRNA, the functional activity of GAS5 lncRNA
(i.e., exons alone) was speciﬁcally analyzed.
2. Material and methods
2.1. Material
The 22Rv1 and PC-3 parental cell lines were purchased from
ATCC-LGC Promochem (Teddington, Middlesex, UK) and cell culture
media and supplements were from Sigma-Aldrich Company Ltd
(Gillingham, UK) and Life Technologies Ltd (Paisley, UK). Ambion
Silencer Select siRNAs, reagents for RNA isolation and reverse transcrip-
tion and TaqMan assays were also from the latter source. The RQ1
RNase-free DNase was from Promega (Southampton, UK) and the
SensiFast Probe Hi-ROX kit was from Bioline (London, UK). RNAiFect
reagent was from Qiagen (Crawley, UK) and nucleofector solution V
was from Lonza Biosciences (Verviers, Belgium).
2.2. Methods
2.2.1. Cell culture
This study employed 22Rv1 clone 8 cells, which were previously
derived by soft agar cloning of the parental cell line and which display
uniform sensitivity to a range of apoptotic stimuli [29], and the PC-3 cell
line, which was used directly without subcloning. Culture medium for
22Rv1 clone 8 cells was RPMI-1640 supplemented with L-glutamine(2 mM), fetal bovine serum (10% (v/v) and gentamicin (50 μg/ml),
and for PC-3 cells was nutrient mix F-12 (Kaighn's modiﬁcation)
supplemented with fetal bovine serum (10% (v/v)) and gentamicin
(50 μg/ml). Both cell lines were cultured at 37 °C in a humidiﬁed incu-
bator with 5% CO2.
2.2.2. Plasmid DNA transfection
Plasmids containing GAS5 sequence were: pcDNA3/GAS5.O1,
which encodes the GAS5 O1 EST [20]; and pcDNA3/GAS5.AE, which
encodes mature GAS5 ncRNA, isoform GAS5b (exons 1–12, including
the long form of exon 7 [exon 7b]) [16]. The latter insert was ampli-
ﬁed from cDNA prepared from stationary phase NB4 cells (a human
myeloid leukemia cell line) by PCR using Pfu DNA polymerase and
the forward and reverse primers: GTTTCGAGGTAGGAGTCGACT and
GGATTGCAAAAATTTATTAAAATTG, tailed, then TOPO cloned. Empty
pcDNA3 vector was used as the control. Cells were transfected with
plasmids (2 μg per 2 × 106 cells in 0.1 ml nucleofector solution V) by
nucleofection, using programmes X-001 and T-013 for 22Rv1 clone 8
and PC-3 cells, respectively, and cells were then plated in 3 ml of the
appropriate culture medium in 6-well plates. Transfection efﬁciency,
determined in parallel transfections with pmaxGFP, was 71.0 ± 4.2%
(n = 5) for 22Rvl clone 8 cells and 68.5 ± 3.5% (n = 4) for PC-3 cells
at 20 h post-transfection.
For the production of stable clones, 22Rv1 clone 8 cells at 24 h
post-nucleofection were plated in 10 cm diameter tissue culture
plates in culture medium supplemented with 10% cell-conditioned
medium. After 24 h, the medium was replaced with fresh containing
0.8 mg/ml G418S, and cells were cultured in this cloning medium
(with twice-weekly medium changes) for 28 days. Well-separated col-
onies were then harvested using cloning cylinders and trypsinization,
cells were transferred to 24-well plates in cloning medium, and then
cultures were further expanded (with twice-weekly medium changes).
Once actively growing, clone stocks were routinely maintained in stan-
dard culture medium supplemented with 0.8 mg/ml G418S.
2.2.3. RNA interference by siRNA
22Rv1 clone 8 cells were plated in 6-well plates (4 × 105 cells/well).
After 24 h, medium was replaced with 1.9 ml fresh, then cells were
transfectedwith Ambion Silencer Select siRNAs to GAS5 using RNAiFect
reagent, according to the supplied standard protocol; the ﬁnal siRNA
concentration was 186 nM. Four different siRNAs were employed for
GAS5 knockdown; herein termed siRNAs #1–4; respective product
codes and targeted exons are: n272334/exon 2; n272337/exon 8;
n272340/exon 12 and n272331/exon 12 (distinct sequence from
siRNA#3), and controls were transfected with negative control (NC)
siRNA (code AM4611). Transfection efﬁciency, determined in parallel
transfections with Cy3-labelled NC siRNA, was 79.0 ± 4.0% (n = 3) at
72 h post-transfection.
2.2.4. Determination of apoptosis and cell survival in basal cells and after
treatment with inducers of cell death
At 20 h post-nucleofectionwith plasmids or at 72 h post-transfection
with siRNA, cells were harvested by trypsinization, a portion of cells was
removed for total RNA isolation, and the remaining cells resuspended at
105 cells/ml in fresh medium. They were seeded at 1.5 × 105 cells/well
(plasmid-transfected cells) or at 2.4 × 105 cells/well (siRNA-transfected
cells) of a 12-well plate. Prior to plating, a portion of cells was irradiated
with UV-C light in 35 mm diameter plastic Petri dishes using a UVG-54
hand-held lamp (UVP, Cambridge, UK); the dose administered was
20 J/m2 and thiswas veriﬁed using a Blak-RayUV (shortwave) intensity
meter (model J-225, UVP, Cambridge, UK). Immediately after UV
exposure (or mock irradiation for controls), cells were centrifuged,
resuspended in the same volume of fresh medium, then plated in
12-well dishes, as described above. For drug treatments, cells were
allowed to attach to plates for ≥8 h, then exposed to docetaxel
(6 nM), nutlin-3a (10 μM), mitoxantrone (200 nM) or vehicle (0.1%
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apoptotic stimuli, then adherent cells were trypsinized and combined
with non-adherent cells.
For functional assessment of stable clones, cells were seeded at
1.5 × 105 cells/well of a 12-well plate in standard culture medium
minus G418S and cells were harvested at 24 h for total RNA isolation
and at 72 h for assessment of apoptosis and culture growth.
Untransfected parental 22Rv1 clone 8 cells were also included in this
experiment. The experiment was performed a total of three times;
mean data only are reported here for the individual stable clones.
To determine short-term viability in transient and stable transfec-
tion experiments, cells were stained with nigrosin blue (0.1% (w/v))
and counted using a hemocytometer; cells which excluded the dye
were considered to be viable. For assessment of long-term survival,
cells were re-plated in culture medium supplemented with 10% (v/v)Fig. 1. Effect of GAS5 ncRNA on the basal survival of 22Rv1 clone 8 cells. Cells were transf
GAS5.O1 EST, or empty pcDNA3 vector as control. A). Cellular GAS5 levels, as determined by
constructs (n = 5). B). Total cell number at 72 h post-transfection is normal (n = 3). C). The
a similar extent in cells transfected with both GAS5 constructs at 72 h post-transfection (n =
with condensed or fragmented chromatin are indicated by arrows and arrowheads, respectiv
is reduced to a similar extent in cells transfected with both GAS5 constructs at 72 h post
cells is compromised after transfection with GAS5 ncRNA constructs (n = 4). An examp
bar chart (None = mock-transfected cells). In A, C, D & E: *P b 0.05 & **P b 0.01 versus cells trcell-conditioned medium in 6-well plates and the number of colonies
formed at 3 week culture was counted after staining with crystal violet
(0.5% (w/v) in methanol). Apoptosis was determined by assessment of
nuclear morphology by ﬂuorescence microscopy after staining with
acridine orange (25 μg/ml); cells containing condensed or fragmented
chromatin were considered as being apoptotic.
2.2.5. Real time RT-PCR
Total RNA was isolated using TRIZOL reagent, treated with RQ1
RNase-freeDNase, then reverse transcribed using randomhexamer prim-
ing and SuperScript II Reverse Transcriptase, according to the supplied
protocols. Real-time PCR was conducted using SensiFast Probe Hi-ROX
kit and TaqMan Gene Expression Assays (assay codes Hs99999901_m1
for 18S and Hs03464472_m1 for GAS5), as recommended by the man-
ufacturers, and was run on an ABI Prism Sequence Detection Systemected with GAS5 constructs corresponding to mature lncRNA (exons 1–12; AE) or the
RT-qPCR, are increased to a similar extent at 24 h post-transfection with the two GAS5
proportion of apoptotic cells, determined after acridine orange staining, is increased to
3). Example images of acridine orange-stained cells are shown below the bar chart; cells
ely; scale bar = 50 μm. D). Short-term viability, determined after nigrosin blue staining,
-transfection (n = 3). E). Clonogenic assay demonstrates that long-term survival of
le image of clonogenic assay plates after crystal violet staining is to the right of the
ansfected with pcDNA3 alone (one-way ANOVA and Bonferrroni's MCT).
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volume of 25 μl. A standard curve, comprising 0.2–60 ng cDNA
(prepared from untransfected 22Rv1 clone 8 cells) was included with
each run to allow relative quantitation. For each assay, a standard
curve of threshold cycle (CT) value versus log input standard cDNA
was constructed by linear regression, and the equation of the line was
used to calculate input amounts of samples from their respective CT
values. Data were expressed relative to 18S rRNA.
2.2.6. Statistical analyses
Data are presented as the mean and standard error of the mean
(SEM). For transient transfections, the number of observations (n) refers
to different transfected samples, each transfection being conducted on a
separate culture of cells, whereas for stable transfections, n refers to the
number of different clones. Data were analyzed either by an unpaired
Student's t-test (for comparison of two groups only) or by one-way
analysis of variance, using either Bonferroni's multiple comparison
test (MCT) or Dunnett's MCT (the latter when comparing multiple
groups versus a single group) for post-hoc analysis. Homogeneity of
variance was checked by Bartlett's test and, where necessary, data
were transformed (log or square root) prior to analysis. The relationship
between survival parameters and GAS5 levels in stable clones and inFig. 2. Effect of GAS5 ncRNA on the survival of 22Rv1 clone 8 cells after UV-C-induced apo
(exons 1–12; AE) or the GAS5.O1 EST, or empty pcDNA3 vector as control and, after 24 h, i
apoptosis, determined by acridine orange staining, at 48 h post-irradiation (n = 4). B). T
constructs increases UV-C induced loss of culture viability, determined by nigrosin blue st
irradation is compromised by prior transfection of cells with GAS5 ncRNA constructs (n =
below the bar chart. In A, C & D: *P b 0.05 & **P b 0.01 versus cells transfected with pcDNAsiRNA transfected cells was analyzed by linear regression. All statistical
analyses were performed using GraphPad Prism v4.03.3. Results
3.1. Transient expression of GAS5 enhances apoptosis and decreases the
survival of 22Rv1 cells
Two GAS5 constructs were studied here: i). GAS5 O1, comprising
the snoRNA U74, 3′ sequence of intron 1, and exons 2–12, which
has previously been shown to inﬂuence cell survival in breast and
kidney cell lines [20], and ii). GAS5 AE, comprising exons 1–12 only,
i.e., not encoding any of the snoRNAs. Nucleofection of 22Rv1 clone
8 cells with either of these constructs resulted in an approximate
4-fold increase in GAS5 transcript levels, when compared with cells
transfected with vector alone (Fig. 1A). Neither GAS5 construct had
any visible effect on total cell number (Fig. 1B), but each doubled
the basal apoptotic rate (Fig. 1C) and this was associated with reduc-
tions in short-term culture viability (Fig. 1D). Furthermore, the colony
forming ability of cultures transfected with each GAS5 construct was
approximately halved (Fig. 1E), conﬁrming that GAS5, including theptosis. Cells were transfected with GAS5 constructs corresponding to mature lncRNA
rradiated with UV-C light. A). Transfection of GAS5 constructs enhances UV-C induced
otal cell number at 48 h post-irradiation is normal (n = 4). C). Transfection of GAS5
aining of cells at 48 h post-irradiation (n = 4). D). Long term survival following UV-C
5). An example image of clonogenic assay plates after crystal violet staining is shown
3 alone (one-way ANOVA and Bonferrroni's MCT).
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22Rv1 clone 8 cells.
When cells were irradiated with UV-C light to induce apoptosis,
GAS5-transfected cells exhibited increased apoptosis relative to
vector-transfected cells; again the extent of apoptosis induction was
similar for the two GAS5 constructs (Fig. 2A). In a further experiment,
the pcDNA3/GAS5.AE construct was found to increase caspase activation
in 22Rv1 clone 8 cells, both under basal conditions and after irradiation
with UV-C light (Suppl. Fig. 1), independently conﬁrming the pro-
apoptotic activity of mature GAS5 lncRNA. Higher levels of apoptosis
were noted by assessment of caspase activation (Suppl. Fig. 1) when
compared with nuclear morphological changes (Figs. 1C and 2A),
consistent with differences in the time points post-transfection/UV
treatment used for these assays and the apoptotic events under evalua-
tion. While total cell number was unchanged following transfection
with GAS5 constructs (Fig. 2B), decreases in both short-term viability
(Fig. 2C) and long-term survival (Fig. 2D)were observed, with nodiffer-
ences again apparent between the two GAS5 constructs, conﬁrming
the functional importance of the GAS5 lncRNA. Notably the extent ofFig. 3. Effect of GAS5 ncRNA on the survival of 22Rv1 clone 8 cells after treatment with chem
ture lncRNA (exons 1–12; AE) or the GAS5.O1 EST, or empty pcDNA3 vector as control and
Cells were harvested after a further 48 h for determination of apoptosis (acridine orange s
hanced in cells transfected with GAS5 constructs. B). Nutlin-3a-induced apoptosis shows a s
following transfection with GAS5 constructs and docetaxel treatment. D). Short-term cultu
treatment. E). Total cell number is normal following transfection with GAS5 constructs a
GAS5 constructs and nutlin-3a treatment. In A, C & D: *P b 0.05 & **P b 0.01 versus cells traGAS5-mediated stimulation of cell death in response toUV-C irradiation
tended to be similar to that seen in the absence of exogenous apoptotic
stimuli, suggestive of an additive effect (rather than a synergistic effect)
of GAS5 on UV-C-induced cell death. Likewise, prior transfection of
22Rv1 cells clone 8 cells with GAS5 constructs tended to enhance
apoptosis (Fig. 3A & B) and decrease culture survival (Fig. 3C & D)
consequent upon treatment with the chemotherapeutic drugs,
nutlin-3a and docetaxel. Again the effect of each GAS5 construct was
additive to the effects of apoptotic stimuli on vector transfected cells.
Total cell number was also similar for cells transfected with GAS5
constructs and vector only in these experiments (Fig. 3E & F).
3.2. Survival correlates with GAS5 levels in stable clones of 22Rv1 cells
To examine if the basal survival of 22Rv1 clone 8 cells was related
to cellular GAS5 levels, cultures which had been transfected with the
pcDNA3/GAS5.AE construct or vector alone were subjected to selec-
tion with G418S, then ring-cloned to obtain stable clones. Of a total
of 15 different colonies which were picked from plates containingotherapeutic drugs. Cells were transfected with GAS5 constructs corresponding to ma-
, after 48 h, treated with either docetaxel (6 nM; n = 3) or nutlin-3a (10 μM; n = 4).
taining) and counting (nigrosin blue staining). A). Docetaxel-induced apoptosis is en-
imilar (but not statistically signiﬁcant) trend. C). Short-term culture viability is reduced
re viability is also reduced following transfection with GAS5 constructs and nutlin-3a
nd docetaxel treatment. F). Total cell number is normal following transfection with
nsfected with pcDNA3 alone (one-way ANOVA and Bonferrroni's MCT).
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whereas all 9 colonies of pcDNA3-transfected cells yielded actively
growing cultures; this high attrition rate of GAS5 stable clones is
consistent with the effects of GAS5 lncRNA on cell survival observed
in transient transfection experiments. The four GAS5 lncRNA stable
clones, along with an equivalent number of randomly selected vector
clones plus parental (untransfected) 22Rv1 clone 8 were then charac-
terized with respect to cellular GAS5 levels and basal survival. Cellular
levels of GAS5 lncRNA in stableGAS5 cloneswere approximately double
those of stable vector clones and untransfected cells (Fig. 4A). This had
no detectable effect on cell proliferation, as total cell number was simi-
lar in all groups (Fig. 4B). However, the proportionof apoptotic cellswas
clearly higher in stable GAS5 clones than in control groups (Fig. 4C), and
regression analysis of all data further revealed a direct relationship
between cellular GAS5 levels and the extent of apoptosis (Fig. 4D). In
agreement with these ﬁndings, the viability of stable GAS5 lncRNAFig. 4. The survival of 22Rv1 clone 8 cells stably expressing GAS5 lncRNA is related to cellular
mature GAS5 lncRNA (pcDNA3/GAS5.AE) or plasmid vector sequence alone (pcDNA3) were ob
(None), were plated at a ﬁxed density in the absence of G418S, and samples were taken at 24 h
A). GAS5 levels are increased in clones expressing the pcDNA3/GAS5.AE construct (n = 4 clone
cultures). B). Total cell number is similar in clones expressing the pcDNA3/GAS5.AE construct (
C). Apoptosis is higher in clones expressing the pcDNA3/GAS5.AE construct (n = 4 clones) t
cultures). D). Regression analysis of mean data from each clone and untransfected cells (n =
levels. E). Cell viability is reduced in clones expressing the pcDNA3/GAS5.AE construct (n = 4
cells (n = 3 cultures). F). Regression analysis of mean data from each clone and untransfected
cellular GAS5 levels. In A, C & E: *P b 0.05, **P b 0.01 & ***P b 0.001 versus pcDNA3-transfected
ANOVA and Bonferrroni's MCT).clones was reduced (Fig. 4E), and this parameter was inversely related
to cellular GAS5 lncRNA levels (Fig. 4F).
3.3. Transient expression of GAS5 also enhances basal apoptosis of PC-3
cells
To test the hypothesis that the pro-apoptotic effects of GAS5
lncRNA in prostate cells were not unique to the 22Rv1 cell line, the
effects of transient expression of the pcDNA3/GAS5.AE construct on
the survival of the metastatic cell line, PC-3, were examined. The basal
level of GAS5 transcripts was lower in PC-3 cells relative to 22Rv1
clone 8 cells (compare Figs. 5A and 1A), as previously reported [20],
and this basal level was enhanced approximately seven-fold upon
transfection with the pcDNA3/GAS5.AE plasmid (Fig. 5A). This
increased GAS5 lncRNA expression was accompanied by a doubling of
the basal apoptotic rate (Fig. 5B), and a decrease in short-term cultureGAS5 levels. Clones of 22Rv1 clone 8 cells stably expressing a plasmid construct encoding
tained by G418S selection and ring cloning. These, along with parental 22Rv1 clone 8 cells
, for assessment of GAS5 levels, and at 72 h, for assessment of apoptosis and cell survival.
s) relative to clones expressing vector alone (n = 4 clones) and untransfected cells (n = 3
n = 4 clones) or vector alone (n = 4 clones) and in untransfected cells (n = 3 cultures).
han in clones expressing vector alone (n = 4 clones) and in untransfected cells (n = 3
9) demonstrates that the level of basal apoptosis is directly proportional to cellular GAS5
clones) compared with clones expressing vector alone (n = 4 clones) and untransfected
cells (n = 9) demonstrates that the level of culture viability is indirectly proportional to
stable clones; ^P b 0.05 & ^^P b 0.01 versus untransfected 22Rv1 clone 8 cells (one-way
Fig. 5. Effect of GAS5 ncRNA on the basal survival of PC-3 cells. Cells (n = 3 cultures) were transfected with GAS5 constructs corresponding to mature lncRNA (exons 1–12; AE) or
empty pcDNA3 vector as control, re-plated at 24 h post-transfection, then cell survival was determined after a further 48 h culture. A). Cellular GAS5 levels, as determined by
RT-qPCR, are increased at 24 h post-transfection with the GAS5-encoding construct. B). The proportion of apoptotic cells is increased after transfection with GAS5. C). Total cell
number is normal after transfection with GAS5. D) Short-term culture viability is reduced after transfection with GAS5. In A, B & D: *P b 0.05 versus cells transfected with
pcDNA3 alone (unpaired Student's t-test).
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able (Fig. 5C). Thus increased expression of GAS5 lncRNA had similar
effects in both 22Rv1 clone 8 and PC-3 cells.
3.4. Down-regulation of GAS5 attenuates apoptosis in 22Rv1 clone 8 cells
As GAS5 levels are lower in prostate cell lines derived frommetasta-
seswhen comparedwith primary prostate tumors [20], and GAS5 levels
decline as LNCaP cells become castrate resistant in an in vivomodel [28],
it is important to determine the effect of down-regulating GAS5 levels
on prostate cell survival. For this, 22Rv1 clone 8 cells were transfected
with one of four different siRNAs which target different GAS5 se-
quences. All four siRNAs reduced the cellular GAS5 transcript level,
when compared with negative control siRNA; GAS5 siRNA #3 appeared
slightly less effective than the other GAS5 siRNAs (Fig. 6A). The basal
apoptotic rate appeared lower in cells transfected with GAS5 siRNAs,
with the exception of GAS5 siRNA #3 (Fig. 6B), consistent with its
reduced efﬁcacy in down-regulating cellular GAS5 levels (Fig. 6A). In-
deed, in siRNA-transfected cells, basal apoptosis was directly related
to cellular GAS5 levels (Fig. 6C), in agreement with ﬁndings from stable
clones of 22Rv1 cells (Fig. 4D). However, no statistically signiﬁcant
effects were detectable for total cell number (Fig. 6C), short-term
culture viability (Fig. 6D) or colony forming ability (Fig. 6E), and no sta-
tistically signiﬁcant relationships were observed between any of these
parameters and cellular GAS5 levels (data not shown). Thus, reductions
in GAS5 levels in actively growing 22Rv1 cells signiﬁcantly decrease the
basal apoptotic rate, but this is not accompanied by detectable changes
in overall cell survival parameters, presumably due to the low basal
apoptotic rate extant in control and siRNA-treated 22Rv1 cells (b4% in
all cultures examined: Fig. 6B & C).
In contrast, when the rate of apoptosis was increased by exposure to
UV-C irradiation, marked attenuations in apoptosis induction (Fig. 7A)
and the associated losses of culture viability (Fig. 7D) and colony
forming ability (Fig. 7F) were observed. In the short term, total cell
number was unaffected (Fig. 7C), suggesting that down-regulation of
GAS5 inhibits apoptosis induction but not growth arrest consequentupon UV-C irradiation (e.g. compare Figs. 7C & 6D). Statistically signiﬁ-
cant relationshipswere observed between cellular GAS5 levels immedi-
ately prior to UV-C irradiation and apoptosis (Fig. 7B), short-term
culture viability (Fig. 7E) and colony forming ability (Fig. 7G). Indeed,
short term experiments with GAS5 siRNAs #2 & #4, revealed that
reductions in cellular GAS5 levels diminished apoptosis induction and
loss of culture viability upon exposure to the chemotherapeutic drugs
docetaxel (Fig. 8A & C), nutlin-3a (Fig. 8E & G) and mitoxantrone
(Fig. 8I & K). Importantly, for each drug, both apoptosis and culture
viability were quantitatively related to cellular GAS5 levels [for
docetaxel (Fig. 8B &D); for nutlin-3a (Fig. 8F &H); and, formitoxantrone
(Fig. 8J & L)].
4. Discussion
This is the ﬁrst report demonstrating that the lncRNA-encoding
and snoRNA host gene, GAS5, negatively regulates the survival of
prostate cells. In these cells, high levels of GAS5 lncRNA expression
promote basal apoptosis and enhance the action of a range of apopto-
tic stimuli, whereas low levels, while having have no detectable effect
on basal survival, markedly attenuate the induction of programmed
cell death in response to physical and chemical stimuli, consistent
with previous studies in lymphoid cells [26,30] and in other epithelial
cell lines [18,20]. The current study further extends these ﬁndings by
demonstrating for the ﬁrst time in any cell type that cell death is
quantitatively related to cellular GAS5 levels, suggesting that GAS5
ncRNA may act as a ‘master regulator’ of this process.
Elevated levels of GAS5 lncRNA stimulated basal apoptosis in 22Rv1
cells and enhanced apoptosis induction by UV-C irradiation and drugs
in an additive manner, as previously noted for MCF7 and HEK 293T
cell lines [20]. Conversely, lowering the levels of GAS5 expression
dampened the cell death response to apoptotic stimuli, consistent
with observations in lymphoid cells, in which GAS5 siRNAs attenuate
both apoptosis induction by dexamethasone and the cytostatic effects
of rapamycin and other clinically important rapalogues [26,27,30]. On
the other hand, siRNA-mediated knockdown of GAS5 in HeLa cells had
Fig. 6. Effect of GAS5 siRNA on the basal survival of 22Rv1 clone 8 cells. Cells (n = 3 cultures) were transfected with one of four different siRNAs that target different GAS5
sequences (#1–4) or negative control (NC) siRNA. Cells were harvested at 72 h post-transfection, and replated for assessment of cell survival after a further 72 h. A). Cellular
GAS5 levels, as determined by RT-qPCR, are decreased at 72 h post-transfection with all four GAS5 siRNAs; of the two siRNAs that target exon 12, siRNA #3 is less effective than
siRNA #4. *P b 0.05 & ***P b 0.001 versus cells transfected with NC siRNA; ^P b 0.05 versus cells transfected with GAS5 #4 siRNA (one-way ANOVA and Bonferrroni's MCT). B). The pro-
portion of apoptotic cells at 72 h post-replating is decreased in cultures transfected with GAS5 siRNAs #1, #2 and #4. *P b 0.05 & **P b 0.01 versus cells transfected with NC siRNA
(one-way ANOVA and Dunnett's MCT). C). Apoptosis is related to GAS5 levels in siRNA transfected cells (n = 15). D). Total cell number at 72 h post-replating is normal.
E). Short-term viability at 72 h post-replating is normal. F). Colony formation in long-term clonogenic assays is also normal.
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ment, but it nevertheless potentiated dexamethasone-mediated inhibi-
tion of this process [18], indicating that in some cases the effects of
GAS5 on cell survival are cell- or stimulus-speciﬁc.
Nevertheless, the diverse nature of the apoptotic stimuli affected by
GAS5 silencing in 22Rv1 cells, which include a DNA damaging agent
(UV-C irradiation), a MDM2 inhibitor (nutlin-3a), a microtubule stabi-
lizing agent (docetaxel) and a topoisomerase II inhibitor/DNA intercalat-
ing agent (mitoxantrone), indicates that GAS5 participates in a late and
common step that mediates the activation of the apoptotic machinery
by these agents. Furthermore, for all stimuli, the extent of apoptosis in-
duction is clearly determined by the cellular level of GAS5 immediately
prior to their application. This observation, in particular, is reminiscent
of the action of established key apoptosis regulators, such as members
of the Bcl-2 family, for which the expression levels of pro- and anti-
apoptotic molecules are crucial in determining overall sensitivity to a
diverse range of death stimuli, including cytotoxic anti-cancer drugs
[31]. It will be important to investigate the functional relationships
connecting GAS5 with Bcl-2 family members and other prominent
regulators of sensitivity to apoptosis, such as the Inhibitor of Apoptosis
Protein (IAP) family [32].Under normal physiological conditions, apoptosis (along with cell
proliferation) serves to regulate tissue cell number, and consequently
defective apoptosis can underlie many important diseases, including
cancer, and key regulators of apoptosis are encoded by tumor sup-
pressor genes [33–35]. In addition, the action of many cancer chemo-
therapeutic agents is dependent upon the proper engagement of the
cellular apoptotic machinery, so that resistance to therapy is often
associated with defective apoptosis [31,32,34,36–38]. The present
ﬁndings, that GAS5 lncRNA regulates both basal apoptosis in prostate
cells and their survival upon exposure to a range of apoptotic stimuli,
may therefore have clinical signiﬁcance in relation to both prostate
oncogenesis and the response of prostate tumors to therapy. Though
clinical data are lacking in this area, experimental data link reduced
GAS5 expression and the development of prostate cancer to metastatic
disease [28]. Present ﬁndings further raise the possibility that reduced
GAS5 expression may contribute to the development of drug resistance
in metastatic disease. In addition, our observation that increased GAS5
levels in (metastasis-derived) PC-3 result in decreased survival (similar
to the response of 22Rv1 clone 8 cells), suggests that the mechanisms
that mediate GAS5 lncRNA action remain intact in metastatic prostate
cells. Therefore, enhancement of cellular GAS5 levels in prostate cancer
Fig. 7. Effect of GAS5 siRNA on the survival of 22Rv1 clone 8 cells after UV-C-induced apoptosis. Cells (n = 3 cultures) were transfected with one of four GAS5 siRNAs (#1–#4) or
negative control (NC) siRNA and, after 72 h, irradiated with UV-C light. A). Transfection of GAS5 siRNAs attenuates UV-C induced apoptosis at 48 h post-irradiation. B). Apoptosis is
related to cellular GAS5 levels prior to UV-C irradiation. C). Total cell number at 48 h post-irradiation is normal. D). Transfection of GAS5 siRNAs attenuates UV-C induced loss of
culture viability at 48 h post-irradiation. E). Culture viability is inversely related to cellular GAS5 levels prior to UV-C irradiation. F). Transfection of 22Rv1 cells with GAS5 siRNAs
prior to UV-C irradiation improves long term survival; an example image of clonogenic assay plates is shown on the right. G). Colony forming ability is related to cellular GAS5 levels
prior to UV-C irradiation. In A, D & F: *P b 0.05 & **P b 0.01 versus cells transfected with NC siRNA (one-way ANOVA and Dunnett's MCT).
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tic drugs may offer an improved therapeutic strategy.
GAS5 transcript levels are negatively controlled by the mTOR path-
way, so that cellular GAS5 levels can be raised through the use of
mTOR inhibitors [16,26,27]. The use of these inhibitors for the therapy
of castration-resistant prostate cancer has been advocated for other
reasons, notably because mTOR activity is upregulated in a large
proportion of advanced prostate tumors, mainly due to the loss of the
tumor suppressor PTEN and constitutive activation of Akt (e.g. see
[39,40]). Activation of this pathway has signiﬁcant, potentially
oncogenic, consequences [41,42], which include suppression of GAS5
lncRNA levels [26,27]. In experimental models including prostate cell
lines and xenografts, mTOR inhibitors have been shown to augment
the action of various drugs, including taxanes and anti-androgens
[39,40,43], but the possible involvement of GAS5 ncRNA in these bene-
ﬁcial effects has not previously been addressed.
Previous studies of epithelial cell lines from several laboratories,
have suggested that both snoRNA-containing GAS5 transcripts and
mature GAS5 lncRNA may be able to regulate apoptosis [18,20]. In the
present study, we therefore performed a side-by-side comparison of
the U74-containing GAS5-O1 EST, which among the various GAS5
ESTs studied to-date has potent apoptosis inducing activity [20,29],
and the mature GAS5 lncRNA, containing no snoRNA-encoding se-
quences. This comparison revealed similar potency for the two GAS5
ncRNA isoforms, suggesting that the pro-apoptotic activity resides
within exonic sequence which is common to both isoforms (i.e. exons
2–12; GAS5.AE contains no introns and so no snoRNAs).
Consistent with this, others have shown that a sequence derived
from exon 12 of GAS5 forms a hairpin structure that mimics the GRE
(GRE mimic or GREM) of glucocorticoid-responsive genes and thatcan bind to the DNA-binding domain of the glucocorticoid receptor
[18]. This results in suppression of glucocorticoid-mediated transcrip-
tional regulation of target genes, including anti-apoptotic cIAP2, in
epithelial cell lines [18]. Most signiﬁcantly in the current context,
GAS5 lncRNA binds to the corresponding domain on the androgen
receptor and inhibits transcriptional stimulation [18]. Given the central
role of the androgen receptor in the survival of prostate cancer cells
[44,45], this is potentially of great importance, since down-regulation
of GAS5 levels may allow increased pro-survival signalling through
the androgen receptor pathway. These observations open up new
therapeutic opportunities, as GAS5 lncRNA-based inhibition of andro-
gen receptor signalling has the potential to promote prostate cancer
cell death even when the pathway is activated through the appearance
of androgen receptor mutations, including truncated, constitutively
active variants, which have been recognized as an important focus for
the design of novel targeted therapies [44–46].
5. Conclusions
We have shown that GAS5 lncRNA is a key regulator of prostate cell
survival. Other recentwork has identiﬁed several other lncRNAs that act
in the opposite direction to control cell life/death decisions in prostate
cells. These include: prostate-speciﬁc transcript 1 (PCGEM1) [47]; pros-
tate cancer non-coding RNA 1 (encoded by PRNCR1) [48] and prostate
cancer associated transcript-1 (encoded by PCAT-1) [49], both of
which are located in the 8q24 ‘gene desert’ region; PlncRNA-1 [50];
and PCA3, which is encoded in antisense orientation within intron 6
of PRUNE2 [51]. All of these other lncRNAs are up-regulated in prostate
cancer and exert pro-survival effects on prostate cell lines, in direct
contrast to GAS5, which is pro-apoptotic. Together these ﬁndings
Fig. 8. Effect of GAS5 siRNA on the survival of 22Rv1 clone 8 cells after treatment with
chemotherapeutic drugs. Cells (n = 3 cultures) were transfected with one of two
GAS5 siRNAs (#2 & #4) or negative control (NC) siRNA and, after 72 h, replated then
treated with either docetaxel (6 nM), nutlin-3a (10 μM) or mitoxantrone (200 nM) for
48 h. A) Induction of apoptosis by docetaxel is reduced in GAS5 siRNA transfected cul-
tures. B). The extent of apoptosis is related to cellular GAS5 levels prior to initiation of
docetaxel treatment. C) Cells transfected with GAS5 siRNAs exhibit increased viability
after docetaxel treatment. D). Viability is related to cellular GAS5 levels prior to initiation
of docetaxel treatment. E) Induction of apoptosis by nutlin-3a is reduced in GAS5 siRNA
transfected cultures. F). The extent of apoptosis is related to cellular GAS5 levels prior to
initiation of nutlin-3a treatment. G) Cells transfected with GAS5 siRNAs exhibit increased
viability after nutlin-3a treatment. H). Viability is related to cellular GAS5 levels prior to
initiation of nutlin-3a treatment. I) Induction of apoptosis by mitoxantrone is reduced in
GAS5 siRNA transfected cultures. J). The extent of apoptosis is related to cellular GAS5
levels prior to initiation ofmitoxantrone treatment. K) Cells transfectedwith GAS5 siRNAs
exhibit increased viability after mitoxantrone treatment. L). Viability is related to cellular
GAS5 levels prior to initiation of mitoxantrone treatment. In A, C, E, G, I & K: *P b 0.05 &
**P b 0.01 versus cells transfected with NC siRNA (one-way ANOVA and Dunnett's MCT).
1622 M.R. Pickard et al. / Biochimica et Biophysica Acta 1832 (2013) 1613–1623underscore the importance of lncRNAs in prostate cancer and
demonstrate that lncRNAs can regulate cell survival both positively,
i.e. suppressing cell death, and negatively, i.e. promoting cell death,
suggesting a key role for these newly discovered molecular regulators.
Better understanding of the mechanism(s) by which such lncRNAs
regulate cell survival will undoubtedly assist the design of optimized
targeted therapies in the future.
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dx.doi.org/10.1016/j.bbadis.2013.05.005.Acknowledgements
Thisworkwas supported by grants from theNCRI Prostate Cancer Col-
laborative, the Breast Cancer Campaign and Leukaemia and Lymphoma
Research, which are gratefully acknowledged. These sponsors played no
role in: study design; the collection, analysis and interpretation of data;
the writing of the report; and in the decision to submit the article for
publication.References
[1] J.S. Mattick, I.V. Makunin, Non-coding RNA, Hum. Mol. Genet. 15 (2006) R17–R29.
[2] M. Szymanski, M.Z. Barciszewska, V.A. Erdmann, J. Barciszewski, A new frontier for
molecular medicine: noncoding RNAs, Biochim. Biophys. Acta 1756 (2005) 65–75.
[3] E.A. Gibb, C.J. Brown, W.L. Lam, The functional role of long non-coding RNA in
human carcinomas, Mol. Cancer 10 (2011) 38.
[4] M. Esteller, Non-coding RNAs inhumandisease, Nat. Rev. Genet. 12 (2011) 861–874.
[5] G.T. Williams, F. Farzaneh, Are snoRNAs and snoRNA host genes new players in
cancer? Nat. Rev. Cancer 12 (2012) 84–88.
[6] A.S. Flynt, E.C. Lai, Biological principles of microRNA-mediated regulation: shared
themes amid diversity, Nat. Rev. Genet. 9 (2008) 831–842.
[7] M.V. Iorio, C.M. Croce, MicroRNA involvement in human cancer, Carcinogenesis
33 (2012) 1126–1133.
[8] Y. Wang, C.G. Lee, MicroRNA and cancer—focus on apoptosis, J. Cell. Mol. Med. 13
(2009) 12–23.
[9] R.T. Lima, S. Busacca, G.M. Almeida, G. Gaudino, D.A. Fennell, M.H. Vasconcelos,
MicroRNA regulation of core apoptosis pathways in cancer, Eur. J. Cancer 47
(2011) 163–174.
[10] K. Mannoor, J. Liao, F. Jiang, Small nucleolar RNAs in cancer, Biochim. Biophys.
Acta 1826 (2012) 121–128.
[11] O. Wapinski, H.Y. Chang, Long noncoding RNAs and human disease, Trends Cell
Biol. 21 (2011) 354–361.
[12] T. Gutschner, S. Diederichs, The hallmarks of cancer: a long non-coding RNA point
of view, RNA Biol. 9 (2012) 703–719.
[13] S.A. Mitra, A.P. Mitra, T.J. Triche, A central role for long non-coding RNA in cancer,
Front. Genet. 3 (2012) 17.
[14] R.K. Nam, W.W. Zhang, D.A. Loblaw, L.H. Klotz, J. Trachtenberg, M.A. Jewett, A.
Stanimirovic, T.O. Davies, A. Toi, V. Venkateswaran, L. Sugar, K.A. Siminovitch,
S.A. Narod, A genome-wide association screen identiﬁes regions on chromosomes
1q25 and 7p21 as risk loci for sporadic prostate cancer, Prostate Cancer Prostatic
Dis. 11 (2008) 241–246.
[15] C. Schneider, R.M. King, L. Philipson, Genes speciﬁcally expressed at growth arrest
of mammalian cells, Cell 54 (1988) 787–793.
[16] C.M. Smith, J.A. Steitz, Classiﬁcation of gas5 as amulti-small-nucleolar-RNA (snoRNA)
host gene and amember of the 5′-terminal oligopyrimidine gene family reveals com-
mon features of snoRNA host genes, Mol. Cell. Biol. 18 (1998) 6897–6909.
1623M.R. Pickard et al. / Biochimica et Biophysica Acta 1832 (2013) 1613–1623[17] M. Brameier, A. Herwig, R. Reinhardt, L. Walter, J. Gruber, Human box C/D
snoRNAs with miRNA like functions: expanding the range of regulatory RNAs,
Nucleic Acids Res. 39 (2011) 675–686.
[18] T. Kino, D.E. Hurt, T. Ichijo, N. Nader, G.P. Chrousos, Noncoding RNA gas5 is a
growth arrest- and starvation-associated repressor of the glucocorticoid receptor,
Sci. Signal. 3 (2010) ra8.
[19] J. Lee, S. Kotliarova, Y. Kotliarov, A. Li, Q. Su, N.M. Donin, S. Pastorino, B.W. Purow,
N. Christopher, W. Zhang, J.K. Park, H.A. Fine, Tumor stem cells derived from
glioblastomas cultured in bFGF and EGF more closely mirror the phenotype and
genotype of primary tumors than do serum-cultured cell lines, Cancer Cell 9
(2006) 391–403.
[20] M. Mourtada-Maarabouni, M.R. Pickard, V.L. Hedge, F. Farzaneh, G.T. Williams,
GAS5, a non-protein-coding RNA, controls apoptosis and is downregulated in
breast cancer, Oncogene 28 (2009) 195–208.
[21] H.E. Gee, F.M. Buffa, C. Camps, A. Ramachandran, R. Leek, M. Taylor, M. Patil, H.
Sheldon, G. Betts, J. Homer, C. West, J. Ragoussis, A.L. Harris, The small-nucleolar
RNAs commonly used formicroRNA normalisation correlate with tumour pathology
and prognosis, Br. J. Cancer 104 (2011) 1168–1177.
[22] J. Liao, L. Yu, Y. Mei, M. Guarnera, J. Shen, R. Li, Z. Liu, F. Jiang, Small nucleolar RNA
signatures as biomarkers for non-small-cell lung cancer, Mol. Cancer 9 (2010) 198.
[23] G.T. Williams, J.P. Hughes, V. Stoneman, C.L. Anderson, N.J. McCarthy, M.
Mourtada-Maarabouni, M. Pickard, V.L. Hedge, I. Trayner, F. Farzaneh, Isolation
of genes controlling apoptosis through their effects on cell survival, Gene Ther.
Mol. Biol. 10B (2006) 255–262.
[24] R.S. Wu, K.C. Wu, J.S. Yang, S.M. Chiou, C.S. Yu, S.J. Chang, F.S. Chueh, J.G. Chung,
Etomidate induces cytotoxic effects and gene expression in a murine leukemia
macrophage cell line (RAW264.7), Anticancer Res. 31 (2011) 2203–2208.
[25] E. Ozgür, U. Mert, M. Isin, M. Okutan, N. Dalay, U. Gezer, Differential expression of
long non-coding RNAs during genotoxic stress-induced apoptosis in HeLa and
MCF-7 cells, Clin. Exp. Med. April (April 10 2012) 1–8.
[26] M. Mourtada-Maarabouni, A.M. Hasan, F. Farzaneh, G.T. Williams, Inhibition of
human T-cell proliferation by mammalian target of rapamycin (mTOR) antago-
nists requires noncoding RNA growth-arrest-speciﬁc transcript 5 (GAS5), Mol.
Pharmacol. 78 (2010) 19–28.
[27] G.T. Williams, M. Mourtada-Maarabouni, F. Farzaneh, A critical role for
non-coding RNA GAS5 in growth arrest and rapamycin inhibition in human
T-lymphocytes, Biochem. Soc. Trans. 39 (2011) 482–486.
[28] T.L. Romanuik, G. Wang, O. Morozova, A. Delaney, M.A. Marra, M.D. Sadar, LNCaP
Atlas: gene expression associated with in vivo progression to castration-recurrent
prostate cancer, BMC Med. Genomics 3 (2010) 43.
[29] M.R. Pickard, D. Darling, F. Farzaneh, G.T. Williams, Preparation and characteriza-
tion of prostate cell lines for functional cloning studies to identify regulators of
apoptosis, J. Androl. 30 (2009) 248–258.
[30] M. Mourtada-Maarabouni, V.L. Hedge, L. Kirkham, F. Farzaneh, G.T. Williams,
Growth arrest in human T-cells is controlled by the non-coding RNA
growth-arrest-speciﬁc transcript 5 (GAS5), J. Cell Sci. 121 (2008) 939–946.
[31] A. Strasser, S. Cory, J.M. Adams, Deciphering the rules of programmed cell death
to improve therapy of cancer and other diseases, EMBO J. 30 (2011) 3667–3683.
[32] S. Fulda, D. Vucic, Targeting IAP proteins for therapeutic intervention in cancer,
Nat. Rev. Drug Discov. 11 (2012) 109–124.
[33] D. Hanahan, R.A. Weinberg, The hallmarks of cancer, Cell 100 (2000) 57–70.
[34] G.L. Kelly, A. Strasser, The essential role of evasion from cell death in cancer, Adv.
Cancer Res. 111 (2011) 39–96.[35] D. Hanahan, R.A. Weinberg, Hallmarks of cancer: the next generation, Cell 144
(2011) 646–674.
[36] S. McKenzie, N. Kyprianou, Apoptosis evasion: the role of survival pathways in pros-
tate cancer progression and therapeutic resistance, J. Cell. Biochem. 97 (2006) 18–32.
[37] I.R. Indran, G. Tufo, S. Pervaiz, C. Brenner, Recent advances in apoptosis, mito-
chondria and drug resistance in cancer cells, Biochim. Biophys. Acta 1807
(2011) 735–745.
[38] R.S. Wong, Apoptosis in cancer: from pathogenesis to treatment, J. Exp. Clin. Cancer
Res. 30 (2011) 87.
[39] L. Wu, D.C. Birle, I.F. Tannock, Effects of the mammalian target of rapamycin
inhibitor CCI-779 used alone or with chemotherapy on human prostate cancer
cells and xenografts, Cancer Res. 65 (2005) 2825–2831.
[40] R.M. Squillace, D. Miller, S.D. Wardwell, F. Wang, T. Clackson, V.M. Rivera, Syner-
gistic activity of the mTOR inhibitor ridaforolimus and the antiandrogen
bicalutamide in prostate cancer models, Int. J. Oncol. 41 (2012) 425–432.
[41] R. Yuan, A. Kay, W.J. Berg, D. Lebwohl, Targeting tumorigenesis: development and
use of mTOR inhibitors in cancer therapy, J. Hematol. Oncol. 2 (2009) 45.
[42] A.C. Hsieh, Y. Liu, M.P. Edlind, N.T. Ingolia, M.R. Janes, A. Sher, E.Y. Shi, C.R. Stumpf, C.
Christensen, M.J. Bonham, S. Wang, P. Ren, M. Martin, K. Jessen, M.E. Feldman, J.S.
Weissman, K.M. Shokat, C. Rommel, D. Ruggero, The translational landscape of
mTOR signalling steers cancer initiation and metastasis, Nature 485 (2012) 55–61.
[43] R.J. Amato, G. Wilding, G. Bubley, J. Loewy, F. Haluska, M.E. Gross, Safety and
preliminary efﬁcacy analysis of the mTOR inhibitor ridaforolimus in patients
with taxane-treated, castration-resistant prostate cancer, Clin. Genitourin. Cancer
10 (2012) 232–238.
[44] S.M. Dehm, D.J. Tindall, Alternatively spliced androgen receptor variants, Endocr.
Relat. Cancer 18 (2011) R183–R196.
[45] K.K. Waltering, A. Urbanucci, T. Visakorpi, Androgen receptor (AR) aberrations in
castration-resistant prostate cancer, Mol. Cell. Endocrinol. 360 (2012) 38–43.
[46] Y. Li, S.C. Chan, L.J. Brand, T.H. Hwang, K.A. Silverstein, S.M. Dehm, Androgen
receptor splice variants mediate enzalutamide resistance in castration-resistant
prostate cancer cell lines, Cancer Res. 73 (2013) 483–489.
[47] X. Fu, L. Ravindranath, N. Tran, G. Petrovics, S. Srivastava, Regulation of apoptosis
by a prostate-speciﬁc and prostate cancer-associated noncoding gene, PCGEM1,
DNA Cell Biol. 25 (2006) 135–141.
[48] S. Chung, H. Nakagawa, M. Uemura, L. Piao, K. Ashikawa, N. Hosono, R. Takata, S.
Akamatsu, T. Kawaguchi, T. Morizono, T. Tsunoda, Y. Daigo, K. Matsuda, N.
Kamatani, Y. Nakamura, M. Kubo, Association of a novel long non-coding RNA
in 8q24 with prostate cancer susceptibility, Cancer Sci. 102 (2011) 245–252.
[49] J.R. Prensner, M.K. Iyer, O.A. Balbin, S.M. Dhanasekaran, Q. Cao, J.C. Brenner, B.
Laxman, I.A. Asangani, C.S. Grasso, H.D. Kominsky, X. Cao, X. Jing, X. Wang, J.
Siddiqui, J.T. Wei, D. Robinson, H.K. Iyer, N. Palanisamy, C.A. Maher, A.M.
Chinnaiyan, Transcriptome sequencing across a prostate cancer cohort identiﬁes
PCAT-1, an unannotated lincRNA implicated in disease progression, Nat. Biotechnol.
29 (2011) 742–749.
[50] Z. Cui, S. Ren, J. Lu, F. Wang, W. Xu, Y. Sun, M. Wei, J. Chen, X. Gao, C. Xu, J.H. Mao,
Y. Sun, The prostate cancer-up-regulated long noncoding RNA PlncRNA-1 modu-
lates apoptosis and proliferation through reciprocal regulation of androgen
receptor, Urol. Oncol. (Jan 19 2012), (Epub ahead of print).
[51] L.B. Ferreira, A. Palumbo, K.D. de Mello, C. Sternberg, M.S. Caetano, F.L. de Oliveira,
A.F. Neves, L.E. Nasciutti, L.R. Goulart, E.R. Gimba, PCA3 noncoding RNA is
involved in the control of prostate-cancer cell survival and modulates androgen
receptor signaling, BMC Cancer 12 (2012) 507.
